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China is one of the most diverse countries, which have developed 88 indigenous pig breeds. Several studies
showed that pigs were independently domesticated in multiple regions of the world. The purpose of this study
was to investigate the origin and evolution of Chinese pigs using complete mitochondrial genomic sequences
(mtDNA) from Asian and European domestic pigs and wild boars. Thirty primer pairs were designed to determine
the mtDNA sequences of Xiang pig, Large White, Lantang, Jinhua and Pietrain. The phylogenetic status of Chinese
native pigs was investigated by comparing the mtDNA sequences of complete coding regions and D-loop regions
respectively amongst Asian breeds, European breeds and wild boars. The analyzed results by two cluster methods
contributed to the same conclusion that all pigs were classified into two major groups, European clade and Asian
clade. It revealed that Chinese pigs were only recently diverged from each other and distinctly different from
European pigs. Berkshire was clustered with Asian pigs and Chinese pigs were involved in the development of
Berkshire breeding. The Malaysian wild boar had distant genetic relationship with European and Asian pigs. Jinhua
and Lanyu pigs had more nucleotide diversity with Chinese pigs although they all belonged to the Asian major
clade. Chinese domestic pigs were clustered with wild boars in Yangtze River region and South China.
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Pig (Sus scrofa) is one of the most important economic
animals, and it distributes widely in the world from cold
belt to tropical zone. Although it has the raising history
more than 8,000 years [1], the origin and evolution of
Chinese domestic pigs is still uncertain and there are
several controversial viewpoints on this scientific problem.
Some people think the pig domestication have even along
the Yellow River and Inner Mongolia [2]. While the avail-
able zoo archaeological evidence has been interpreted
to indicate that domestic pigs were prevalent in both
northern and southern China [3] and widespread wild
boar populations that have not contributed maternal gen-
etic material to modern domestic stocks [1].* Correspondence: zhxb@cau.edu.cn
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reproduction in any medium, provided the orMitochondrial DNA has the typical characteristics:
1. Evolution is more diverse than nuclear DNA [4-7].
2. Evolution of mammalian mtDNA occurs primarily as
single base pair substitutions, with only infrequent major
sequence rearrangements [8] 3. The mtDNA is mater-
nally inherited, haploid and non-recombining [9]. So
mtDNA is one of the most popular markers used in de-
termining relationships among individuals within species
and among closely related species with recent times of
divergence [4,10]. The D-loop region of mtDNA is
known to be more variable in sequence than other re-
gions [11]. For evolution research, a number of studies
of the D-loop region sequence mutation in mtDNA have
also been investigated [12-15]. And thus also has been
frequently used for phylogenetic analysis of closely re-
lated groups, especially for determining intra-specific
phylogenies [16].
Multiple origins have been revealed to be a common
phenomenon in domestic animals such as cattle, goats,
chicken, and horses [7,17-19]. Several studies also haveThis is an Open Access article distributed under the terms of the Creative
ommons.org/licenses/by/2.0), which permits unrestricted use, distribution, and
iginal work is properly cited.
Table 1 Pig breeds and their geographic definitions of
regions
Geographic definitions Pig breeds
North East Asia (NEA) Min (AF486864.1),
WB-Korea (AY574047.1),
Jeju native pig (AY879785.1),
Korean native pig (AY879794.1),
WB-China northeast (EU333163.1),
WB-Japan (AB015085.1)
Yellow River Valley (YR) Bamei (EF545583.1), Yimeng Black
(AF486868.1), Huzu (EF545588.1)
Yangtze River Region (YZ) Aba (EF545578.1), Erhualian (AF486861.1),





Yushan Black (AF486871.1), Zang (AF486856.1),
Zhong Meishan (AF486855.1), Jinhua (KC469586),
Xiang Pig (KC250273), Bihu (EF545591.1),
Kele (EF536857.1), Taoyuan (AM040653.1),
Wei (EF545577.1)
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ous parts of the world [20-22]. However, the most popular
researches support the independent origin of domestic
pigs in Europe and Asia as the time of divergence between
European and Asian pig mitochondrial mtDNAs was long
before the time of possible pig domestication [20,23]. Re-
cent studies have revealed a schematic profile concerning
the origin of wild boars [24] and their dispersal and do-
mestication across Eurasia, as well as the Neolithic expan-
sion in Island South East Asia and Oceania by analyzing
the mtDNA D-loop sequences of worldwide wild boars,
domestic pigs, and ancient specimens [21,25,26]. Pigs indi-
genous to China, Korea and Japan, including Wild Boars
sampled from the area, are closely related and different
from European pigs in their maternal lineages. An almost
equal distance was found between the European Wild
Boar sample and European-type breeds (0.0168) or Asian-
type breeds (0.0181), suggesting that certain European
Wild Boars may be ancestors of both European and Asian
pigs [27]. This finding contrasts with the report of inde-
pendent domestication of Asian and European pigs from
their respective Wild Boars [20].
China is one of the most early countries originally feed
pigs. And the extremes of climate and geography have
contributed to the development of more than 80 indi-
genous breeds, many of which have special and unique
characteristics. Many breeds are considered rare, have a
small population size, and are under increasing pressure
from the introgression of modern commercial breeds.
This makes investigations of both population structure
and genetic diversity increasingly important [28]. The pur-
pose of this study was to sequence the complete mtDNA
of three Chinese pig breeds and two European pig breeds.
Other pigs and wild boars mitochondrial genomic se-
quences submitted to GenBank were also invited in this
study. Population phylogenomic analysis was conducted
in domestic pigs and wild boars by screening a phylo-
genetic tree of the mtDNA complete coding region
sequences and compared to the D-loop sequences to
investigate the origination migration and evolution of




Banna mini (GQ220328.1), Dahe (GQ220329.1),
Thailand indigenous pig (FM244493.1)
South China (SC) Dahuabai (AF486870.1), Ningxiang (AF486857.1),
Lanyu (DQ518915.2), WB-Fujian (EF545569.1),
WB-Hainan (EF545572.1),
Wuzhishan (AF486867.1), Lantang (KC250274)
European Country (EU) Berkshire (AY574045.1), Duroc (AY337045.1),
Hampshire (AY574046.1), Landrace (AF034253.1),
WB-Italian (AF304201.1), Pietrain (KC469587),
Large White (KC250275), Iberian (FJ236994.1),
WB-European (FJ237000.1)Methods
Sample collection, DNA extraction and complete mtDNA
genome sequencing
A total of 3 Chinese pig breeds (Xiang pig, Lantang and
Jinhua) and 2 European pig breeds (Large White and
Pietrain) were invited in this study for the complete
mtDNA genomic sequences and used together with the
other domestic pig and wild boar sequences download
from the GenBank to analyze the origin and evolution of
Chinese pigs. All of the pig breeds, geographic classifica-
tion and GenBank Accession Numbers were showed inTable 1. Geographic definition of regions was based on a
former research [3].
The blood of Jinhua and Pietrain and cells of Lantang,
Xiang pig and Large White were collected. And the gen-
omic DNA was extracted by standard phenol-chloroform
method. A primer pair was used to amplify the D-loop
region of pig mtDNA, forward: 50-AGGAGACTAACT
CCGCCAT-30; reverse: R: 50-CGCGGATACTTGCATG
TGT-30. Another 29 primer pairs were used to amplify the
complete coding region sequences (Table 2). Routine PCRs
were conducted in gradient thermal recyclers. The reac-
tion system was conducted in a 25 μL volume containing
2.5 μL of 10 × buffer (with Mg2+), 0.25 mmol/L dNTPs,
0.2 μmol/L each primer, 2 U Taq DNA polymerase and
50 ng gemomic DNA. The reaction began with an initial
denaturation at 95°C for 5 min, after that, followed by 30 -
cycles of denaturation at 95°C for 30 s, annealing at gradi-
ents 50–65°C for 30 s, and extension at 72°C for 30 s. The
last step was a 5 min final extension period at 72°C. The
PCR products were then analyzed by 1% to 1.5% agarose
gel electrophoresis, and then gel-extracted and purified for
Table 2 Primer pairs for pig complete mitochondrial DNA
sequences
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software (DNAstar Inc. Madison, Wisconsin, USA). And
the finished data were deposited in NCBI GenBank
with accession numbers Xiang Pig (KC250273), Lantang
(KC250274), Large White (KC250275), Jinhua (KC469586)
and Pietrain (KC469587).Phylogenetic analysis
All of the sequences mentioned above were divided into
two groups, one was by the D-loop region, and the other
was by the complete coding region of mtDNA sequences.
The D-loop region was assembled by both overlapping for-
ward and reverse sequencing products. The tandem repeat
motif ‘CGTGCGTACA’ was not included in the analysis
because the number of repeats was variable within individ-
uals, indicating a high degree of heteroplasmy [29] and
thus the repeat itself is not phylogenetically informative. So
the D-loop region was 1,045 bp and the complete codingregion was 15,435 bp, which used the Large White as the
reference sequence. The African warthog (Phacochoerus
africanus) (NC_008830.1) was used as outgroup because it
is well known to be distinct from Eurasian wild boars and
has frequently been used in previous phylogenetic studies
of pigs [21,30]. All sequences of mtDNA D-loop and
complete coding region were aligned using algorithm
MUSCLE [31] in MEGA 5 [32] to generate a continuous
sequence for each animal. The results were exported and
converted into a FASTA format. And then the best fitted
model was found by MEGA 5, the complete coding region
group used the model of HKY + G, the D-loop group used
the model of HKY + I + G. The data were converted
into BEAST XML format by BAEUTi 1.7.4 for Bayesian
calculation. The parameters were set as: A. selection the
counterpart model; B. Yule process for the tree prior super-
position; C. the MCMC chain was set to 10,000,000. The
calculation was carried out by the software of BEAST 1.7.4
[33]. And TreeAnnotater 1.7.4 was used to summarize the
calculation result and find the best supporting phylogenetic
tree. Then the tree was depicted using Figure Tree 1.4.0.
The nucleotide diversity (π) for the geographic definition
breeds were estimated using DnaSP 5.10 [34]. The poly-
morphisms in the analyzed segments and the pairwise mis-
match distribution between different geographic group
classifications were obtained using the Arlequin 3.5 com-
puter package [35].
Results
In this study, the complete mtDNA genomic sequences
of Xiang pig, Lantang, Large White, Jinhua and Pietrain
were sequenced and submitted to NCBI GenBank. And
the other domestic pigs and wild boars sequences were
downloaded from the GenBank for the analysis. We used
the sequences both complete coding region mtDNA se-
quences and D-loop sequences for a contrast to analyze
the origin and evolution of Chinese pigs. From the
phylogenetic trees we could see that the two groups all
showed the same two major clades: European clade and
Asian clade, although there were some differences be-
tween them (Figure 1 and Figure 2) as some sequences
were different from the two groups.
According to the complete coding region of mtDNA
analysis, the WB-Malaysia fell outside the Eurasia do-
mestic pigs and wild boars. The Lanyu pig showed dis-
tant genetic relationship with the Asian pigs. And
European domestic pig breeds were showed to be closely
related in their matrilines, the breed of Berkshire was
separate from European breeds and clustered with Asian
breeds. The information read from the complete coding
region of mtDNA genome tree enabled us to conduct a
phylogenomic analysis for wild boars and domestic pigs.
The Lanyu and Jinhua were diverse more from other
Chinese pigs. The WB-Yunnan, WB-Hainan, WB-Korean,
Figure 1 Consensus phylogenetic tree based on Bayesian calculation of 36 pig breeds by complete coding region of mtDNA sequences.
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subgroup. And the other two wild boar breeds of WB-
Jiangxi and WB-Fujian were not clustered into the wild
boar group, but they had near genetic distance to Aba and
Zang respectively. WB-Fujian and Zang were clustered to
a subclade and they were close with the South China and
YZ region pigs. The other pig breeds all showed some
regularity and relationship by their characteristics and
geographic distribution. For example, Zhong Meishan,
Jiangquhai and Min had a near genetic distance, and they
were all characterized with black hair pigs, drop ear, drop
abdomen and large body.
The results of nucleotide diversity calculated based on
the maximum-likelihood method by complete coding re-
gion of mtDNA sequences were showed in Table 3. Pigs
from the MK region had the most nucleotide diversity
(0.01285 ± 0.00629) which contained the WB-Malaysia
that was distant from both of the domestic pigs and wild
boars (Figure 1). While the YZ group contained the most
number of breeds, it shared the least number of nucleo-
tide differences (10.43590) and the nucleotide diversity
was 0.00068 ± 0.00013. The European pig clade also
showed more nucleotide (0.00743 ± 0.00215) and aver-
age number of nucleotide differences (114.14286) which
included Berkshire pig that was clustered into the Asian
clade (Figure 1). It was the same as Lanyu pig which was
belong to the South China but had a long genetic dis-
tance to the other pig breeds amongst the geography.While in the D-loop sequences phylogenetic tree, there
were some differences within the clade compared to the
complete coding region of mtDNA group although it
also showed two significant main clades. Our findings
clearly demonstrated that Chinese indigenous pigs were
only recently diverged from each other and distinctly
different from European-type pigs. It was surprised that
two Korean native pigs and the WB-China northeast
were clustered into the European clade. And WB-China
northeast also had close genetic distance with the European
clade. Within the Asian clade, all Asian domestic pig
mtDNAs were further clustered into a subclade, with wild
boars from this region intermingled. The domestic pigs of
Kele and Qingping were included into the wild boar clade.
The phylogenetic position of the Erhualian and Dahe fell
outside the domestic pig clade containing Asian samples.
The European breed of Berkshire was also clustered into
the China clade as the result mentioned by complete cod-
ing region of mtDNA genomic calculation.
Discussion
Our studies analyzed the phylogenetic relationship of
Chinese pigs with other European and Asian domestic
pigs and wild boars by both the complete coding region
of mtDNA genome and the D-loop region calculation.
The phylogenetic trees showed that the Berkshire belong
to the Asian type, which was the same as other studies
[27,36], although European domestic pig breeds are showed
Figure 2 Consensus phylogenetic tree based on Bayesian calculation of 40 pig breeds by mtDNA D-loop sequences.
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Large White was clustered into the European clade, it was
different from other studies which showed the Large White
was origin from Chinese pigs [27,28]. And there were only
8 single nucleotide polymorphisms (SNPs) between the
Large White sequence we submitted to Genbank and the se-
quence downloaded from Genbank (NC_012095.1) except
for the D-loop region. Two distinct mtDNA haplotypesTable 3 Genetic diversity indices in 6 geographic groups











North East Asia (NEA) 3 0.00629 ± 0.00203 96.66667
Yellow River Valley (YR) 2 0.00098 ± 0.00049 15.00000
Yangtze River Region (YZ) 13 0.00068 ± 0.00013 10.43590
Mekong Region (MR) 4 0.01285 ± 0.00629 197.50000
South China (SC) 6 0.00658 ± 0.00389 100.38095
European Country (EU) 7 0.00743 ± 0.00215 114.14286(Asian and European) of the Large White breed have been
reported, suggesting that cross-breeding between European
and Asian pigs has occurred during the formation of this
breed [12,20,37,38]. This also is expected for the Berkshire
breed, as the study indicated that the Chinese breeds con-
tributed significantly to the development of Berkshire [39].
There was a remarkable collection of phenotypic di-
versity between the Chinese indigenous pig breeds. The
phylogenetic trees could not distinguish the subclades
clearly by the geographic definition as some breeds
might have some introgression during the breed devel-
opment. And the present analysis attempted to measure
the level of underlying genetic variation present within
the complete coding region of mtDNA. The study based
on the mtDNA D-loop found less genetic variation
within Chinese breeds than within European breeds [40].
The Chinese, Japanese and Korean local breeds were
separated in recent years and based on some limited fac-
tors; their classification may differ from the European
type. The genetic difference of the Chinese Meishan and
European breeds probably originated around 2,227 years
ago [41]. By studying 48 local breeds, many China
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was the same as our studies based on the complete coding
region of mtDNA genome and D-loop region analysis.
From the phylogenetic tree based on complete coding
region of mtDNA calculation, it was obvious that most
of the Chinese pig breeds were origin from the wild
boars distributed in the South China and the Yangtze
River Region. It was similar to an Restriction Fragment
Length Polymorphism (RFLP) study with mtDNA of
local pig breeds sampled from south-eastern China [13].
Similarly, there was a suggestion that Chinese native pig
breeds have a single origin [14]. Available zoo archaeo-
logical evidence has been interpreted to indicate that
domestic pigs were prevalent in both northern and
southern China by at least 8,000 B.P. [1]. By the D-loop
region calculation, the Jeju native pig and Korean native
pigs were clustered into the European clade. As the
population was brought to the brink of extinction by the
inflow of European exotic genes into the pig population
on Jeju Island beginning about 50 years ago [27].
The Lanyu and Jinhua were classified as a new out-
group and had a long genetic distance from other Chinese
pigs. As the Lanyu belongs to a breed that is unique in the
Taiwan islands, and there comes a phylogenetic relation-
ship between the Lanyu and other small-ear strains [36].
This study showed that the Lanyu breed was an indepen-
dent clade and was distant to any other Chinese pig
breeds compared by the phylogenetic relationship of the
D-loop region in the Lanyu and other pig breeds (Figure 1
and Figure 2). The Lanyu pig is of an independent branch
but probably still belongs to the Asian type. This result
implies that, the frequency of genetic exchange of the
Lanyu with other pig breeds is low and they therefore do
not have a close relationship [36]. Analysis showed that,
the Lanyu could be an independent branch among the
other pig breeds. The Chinese domestic populations were
derived from multiple Asian ancestral origins whereas the
European domestic populations represent a single ances-
tral European lineage [42].
The genetic diversity indices were higher than the nor-
mal regulation in some geographic groups. It was mainly
determined by the isolation and introgression between
other pig breeds. The Lanyu and WB-Malaysia were all
isolated in the island and had a long genetic distance
with other pigs. While the Berkshir was developed from
the Chinese pigs and we also clustered it belonging to
the European pigs.
Conclusions
Compared the two mtDNA sequences calculations, the
Chinese domestic pigs might be origin from the wild
boars of Yangtze River Region and South China. Chinese
pigs were involved in the development of Berkshire breed-
ing. The cross-breeding between European and Asian pigshas occurred during the formation of Large White. This
study does indicate that analysis of more animals using
mtDNA will be informative in understanding the rela-
tionships between the breeds and introduce the ancient
DNA of pigs to study the origination and evolution of
the Chinese pigs.
Abbreviations
mtDNA: Complete mitochondrial genomic sequences; WB: Wild boar;
RFLP: Restriction Fragment Length Polymorphism; SNPs: Single nucleotide
polymorphisms; NEA: North East Asia; YR: Yellow River Valley; YZ: Yangtze
River Region; MK: Mekong Region; SC: South China; EU: European Country.
Competing interests
All of the authors declared there were not any financial competing interests
in relation to this manuscript.
Authors’ contributions
GY carried out the molecular genetic studies and drafted the manuscript. HX
participated in the sequence alignment. JW carried out the PCR and
sequencing. XZ conceived of the study, and participated in its design and
coordination and helped to draft the manuscript. All authors read and
approved the final manuscript.
Received: 23 January 2013 Accepted: 4 March 2013
Published: 8 March 2013
References
1. Larson G, Liu R, Zhao X, Yuan J, Fuller D, Barton L, Dobney K, Fan Q, Gu Z,
Liu X-H, et al: Patterns of east asian pig domestication, migration, and
turnover revealed by modern and ancient DNA. PNAS 2010, 107:7686–7691.
2. Lu H, Zhang J, Liu K-B, Wu N, Li Y, Zhou K, Ye M, Zhang T, Zhang H, Yang X,
et al: Earliest domestication of common millet (panicum miliaceum) in
east asia extended to 10,000 years ago. PNAS 2009, 106:7367–7372.
3. Wu G-S, Yao Y-G, Qu K-X, Ding Z-L, Li H, Palanichamy MG, Duan Z-Y, Li N,
Chen Y-S, Zhang Y-P: Population phylogenomic analysis of mitochondrial
DNA in wild boars and domestic pigs revealed multiple domestication
events in east asia. Genome Biol 2007, 8:R245.
4. Brown WM, George M, Wilson AC: Rapid evolution of animal
mitochondrial-DNA. PNAS 1979, 76:1967–1971.
5. Brown WM, Prager EM, Wang A, Wilson AC: Mitochondrial-DNA sequences
of primates - tempo and mode of evolution. J Mol Evol 1982, 18:225–239.
6. Brown DR, Koehler CM, Lindberg GL, Freeman AE, Mayfield JE, Myers AM,
Schutz MM, Beitz DC: Molecular analysis of cytoplasmic genetic-variation
in holstein cows. J Anim Sci 1989, 67:1926–1932.
7. Luikart G, Gielly L, Excoffier L, Vigne JD, Bouvet J, Taberlet P: Multiple
maternal origins and weak phylogeographic structure in domestic goats.
PNAS 2001, 98:5927–5932.
8. Wolstenholme DR: Animal mitochondrial-DNA - structure and evolution.
Inter Rev Cyto-a Survey of Cell Biol 1992, 141:173–216.
9. Giles RE, Blanc H, Cann HM, Wallace DC: Maternal inheritance of human
mitochondrial-DNA. PNAS 1980, 77:6715–6719.
10. Avise JC, Lansman RA, Shade RO: Use of restriction endonucleases to
measure mitochondrial-DNA sequence relatedness in natural-
populations .1. Population-structure and evolution in the genus
peromyscus. Genetics 1979, 92:279–295.
11. Cann RL, Brown WM, Wilson AC: Polymorphic sites and the mechanism of
evolution in human mitochondrial-DNA. Genetics 1984, 106:479–499.
12. Watanabe T, Hayashi Y, Ogasawara N, Tomoita T: Polymorphism of
mitochondrial-DNA in pigs based on restriction endonuclease cleavage
patterns. Biochem Genet 1985, 23:105–113.
13. Lan H, Shi LM: The origin and genetic differentiation of native breeds of
pigs in southwest china - an approach from mitochondrial-DNA
polymorphism. Biochem Genet 1993, 31:51–60.
14. Huang YF, Shi XW, Zhang YP: Mitochondrial genetic variation in chinese
pigs and wild boars. Biochem Genet 1999, 37:335–343.
15. Gongora J, Fleming P, Spencer PBS, Mason R, Garkavenko O, Meyer JN,
Droegemueller C, Lee JH, Moran C: Phylogenetic relationships of
australian and new zealand feral pigs assessed by mitochondrial control
Yu et al. Journal of Animal Science and Biotechnology 2013, 4:9 Page 7 of 7
http://www.jasbsci.com/content/4/1/9region sequence and nuclear gpip genotype. Mol Phylogenet Evol 2004,
33:339–348.
16. Seabury CM, Bhattarai EK, Taylor JF, Viswanathan GG, Cooper SM, Davis DS,
Dowd SE, Lockwood ML, Seabury PM: Genome-wide polymorphism and
comparative analyses in the white-tailed deer (odocoileus virginianus):
A model for conservation genomics. PLoS One 2011, 6:e15811.
17. Troy CS, MacHugh DE, Bailey JF, Magee DA, Loftus RT, Cunningham P,
Chamberlain AT, Sykes BC, Bradley DG: Genetic evidence for near-eastern
origins of european cattle. Nature 2001, 410:1088–1091.
18. Liu YP, Wu GS, Yao YG, Miao YW, Luikart G, Baig M, Beja-Pereira A, Ding ZL,
Palanichamy MG, Zhang YP: Multiple maternal origins of chickens: Out of
the asian jungles. Mol Phylogenet Evol 2006, 38:12–19.
19. Vila C, Leonard JA, Gotherstrom A, Marklund S, Sandberg K, Liden K, Wayne
RK, Ellegren H: Widespread origins of domestic horse lineages.
Science 2001, 291:474–477.
20. Giuffra E, Kijas JMH, Amarger V, Carlborg O, Jeon JT, Andersson L: The
origin of the domestic pig: Independent domestication and subsequent
introgression. Genetics 2000, 154:1785–1791.
21. Larson G, Dobney K, Albarella U, Fang MY, Matisoo-Smith E, Robins J,
Lowden S, Finlayson H, Brand T, Willerslev E, et al: Worldwide
phylogeography of wild boar reveals multiple centers of pig
domestication. Science 2005, 307:1618–1621.
22. Fang M, Andersson L: Mitochondrial diversity in european and chinese
pigs is consistent with population expansions that occurred prior to
domestication. Proc Biol Sci 2006, 273:1803–1810.
23. Kijas JMH, Andersson L: A phylogenetic study of the origin of the
domestic pig estimated from the near-complete mtdna genome.
J Mol Evol 2001, 52:302–308.
24. Hutchiso C, Newbold JE, Potter SS, Edgell MH: Maternal inheritance of
mammalian mitochondrial-DNA. Nature 1974, 251:536–538.
25. Larson G, Dobney K, Albarella U, Matisoo-Smith E, Robins J, Lowden S,
Rowley-Conwy P, Andersson L, Cooper A: Domesticated pigs in eastern
indonesia - response. Science 2005, 309:381–381.
26. Larson G, Cucchi T, Fujita M, Matisoo-Smith E, Robins J, Anderson A, Rolett
B, Spriggs M, Dolman G, Kim T-H, et al: Phylogeny and ancient DNA of sus
provides insights into neolithic expansion in island southeast asia and
oceania. PNAS 2007, 104:4834–4839.
27. Kim KI, Lee JH, Li K, Zhang YP, Lee SS, Gongora J, Moran C: Phylogenetic
relationships of asian and european pig breeds determined by
mitochondrial DNA d-loop sequence polymorphism. Anim Genet
2002, 33:19–25.
28. Yang J, Wang J, Kijas J, Liu B, Han H, Yu M, Yang H, Zhao S, Li K: Genetic
diversity present within the near-complete mtdna genome of 17 breeds
of indigenous chinese pigs. J Hered 2003, 94:381–385.
29. Ghivizzani SC, Mackay SLD, Madsen CS, Laipis PJ, Hauswirth WW:
Transcribed heteroplasmic repeated sequences in the porcine
mitochondrial-DNA d-loop region. J Mol Evol 1993, 37:36–47.
30. Lucchini V, Meijaard E, Diong CH, Groves CP, Randi E: New phylogenetic
perspectives among species of south-east asian wild pig (sus sp.) based
on mtdna sequences and morphometric data. J Zool 2005, 266:25–35.
31. Edgar RC: Muscle: Multiple sequence alignment with high accuracy and
high throughput. Nucleic Acids Res 2004, 32:1792–1797.
32. Tamura K, Peterson D, Peterson N, Stecher G, Nei M, Kumar S: Mega5:
Molecular evolutionary genetics analysis using maximum likelihood,
evolutionary distance, and maximum parsimony methods. Mol Biol Evol
2011, 28:2731–2739.
33. Drummond AJ, Suchard MA, Xie D, Rambaut A: Bayesian phylogenetics
with beauti and the beast 1.7. Mol Biol Evol 2012, 29:1969–1973.
34. Librado P, Rozas J: Dnasp v5: A software for comprehensive analysis of
DNA polymorphism data. Bioinformatics 2009, 25:1451–1452.
35. Excoffier L, Lischer HEL: Arlequin suite ver 3.5: A new series of programs
to perform population genetics analyses under linux and windows.
Mol Ecol Resour 2010, 10:564–567.
36. Chen C-H, Huang H-L, Yang H-Y, Lai S-H, Yen N-T, Wu M-C, Huang M-C:
Mitochondrial genome of taiwan pig (sus scrofa). Afr J Biotechnol 2011,
10:2556–2561.
37. Watanabe T, Hayashi Y, Kimura J, Yasuda Y, Saitou N, Tomita T, Ogasawara
N: Pig mitochondrial-DNA - polymorphism, restriction map orientation,
and sequence data. Biochem Genet 1986, 24:385–396.
38. Okumura N, Ishiguro N, Nakano M, Hirai K, Matsui A, Sahara M: Geographic
population structure and sequence divergence in the mitochondrialDNA control region of the japanese wild boar (sus scrofa leucomystax),
with reference to those of domestic pigs. Biochem Genet 1996, 34:179–189.
39. Jones GF: Genetic aspects of domestication, common breeds and their
origin. In The genetics of the pig. Edited by Rothschild MF, Ruvinsky A.
Wellingford, Oxon, UK: CAB International; 1998:17–50.
40. Okumura N, Kurosawa Y, Kobayashi E, Watanobe T, Ishiguro N, Yasue H,
Mitsuhashi T: Genetic relationship amongst the major non-coding
regions of mitochondrial dnas in wild boars and several breeds of
domesticated pigs. Anim Genet 2001, 32:139–147.
41. Paszek A, Flickinger GH, Fontanesi L, Beattie CW, Rohrer GA, Alexander L,
Schook LB: Evaluating evolutionary divergence with microsatellites.
J Mol Evol 1998, 46:121–126.
42. Luetkemeier ES, Sodhi M, Schook LB, Malhi RS: Multiple asian pig origins
revealed through genomic analyses. Mol Phylogenet Evol 2010, 54:680–686.
doi:10.1186/2049-1891-4-9
Cite this article as: Yu et al.: The phylogenetic status of typical Chinese
native pigs: analyzed by Asian and European pig mitochondrial genome
sequences. Journal of Animal Science and Biotechnology 2013 4:9.Submit your next manuscript to BioMed Central
and take full advantage of: 
• Convenient online submission
• Thorough peer review
• No space constraints or color ﬁgure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at 
www.biomedcentral.com/submit
